The Horned Lark (Eremophila alpestris) is a species of small songbird that exhibits 20 remarkable geographic variation in appearance and habitat across an expansive 21 distribution. While E. alpestris and related species have been the focus of many 22
ecological and evolutionary studies, we still lack a highly contiguous genome assembly 23 for horned larks and related taxa (Alaudidae). Here, we present CLO_EAlp_1.0, a highly 24 contiguous assembly for horned larks generated from blood samples of a wild, male bird 25 captured in the Altiplano Cundiboyacense of Colombia. By combining short-insert and 26 mate-pair libraries with the ALLPATHS-LG genome assembly pipeline, we generated a 27 1.04 Gb assembly comprised of 2708 contigs with an N50 of 10.58 Mb and a L50 of 29. 28
After polishing the genome, we were able to identify 94.5% of single-copy gene 29 orthologs from an Aves data set and 97.7% of single-copy gene orthologs from a 30 vertebrata data set, indicating that our de novo assembly is near complete. We 31 anticipate that this genomic resource will be useful to the broader ornithological 32
Introduction 35
The Horned Lark (Eremophila alpestris) is a widespread species of songbird that 36 occupies grasslands, tundras, deserts, and other sparsely vegetated habitats on five 37 continents (Beason 1995) . As is characteristic of most species in the family Alaudidae, 38 E. alpestris is a terrestrial species that nests on the ground and relies on camouflage to 39 avoid predation by avian predators (Donald et al. 2017 ). The Horned Lark has been 40 studied extensively in terms of geographic variation and systematics (Behle 1942 ; Here, we describe CLO_EAlp_1.0, a new genomic assembly that we built with 53 DNA extracted from a wild, male lark captured and from a demographically small and 54 geographically isolated population near Toca, Boyacá, Colombia. We sampled this 55 individual and population because it had high a priori likelihood of high homozygosity 56
compared to larks elsewhere with much larger effective population sizes and variable 57 patterns of connectivity to adjacent populations. To generate this de novo assembly, we 58 used the ALLPATHS-LG pipeline (Butler et al. 2008; Gnerre et al. 2011) . Given the lack 59 of genomic resources currently available for Alaudidae, we hope this de novo assembly 60 will inspire and facilitate future studies on the genomic biology of larks-a widespread, 61 diverse lineage of songbirds. colonizing the high-elevation plateaus of the region and therefore has high 73 homozygosity, which is preferable for de novo genome assembly. We collected blood 74 from the brachial vein, from which we subsequently extracted genomic DNA with a 75
Gentra Puregene Blood Kit (Qiagen, Hilden, Germany) following the manufacturer's 76 protocol. We confirmed the sex of the individual using PCR amplification (Chu et al. 77 2015) . After running the sample on a 1% agarose gel to confirm the presence of high (Table 2) . 124
We opted not to assemble pseudochromosomes by aligning our de novo genome 125 to an existing chromosome-level genome assembly (e.g., Zebra Finch (Taeniopygia 
